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CYTO. A. Rhythmic accumulation profiles of nuclear proteins involved in ribosome biogenesis, namely RNA polymerase I, SSU processome, PeBow complex, Exosome, 60 pre-ribosome, and LSU processome. B. Peak time distribution of rhythmic nuclear proteins involved in DNA repair processes. C. Temporal profiles of rhythmic nuclear proteins involved in recognition of DNA damage, base excision repair, nucleotide excision repair, homologous recombination, non-homologous end joining, mismatch repair, enzymatic DNA repair, and telomere maintenance. • NF E2 For A to D, data are normalized to the temporal mean and each time point shows the mean and standard error (SEM) from four independent biological samples. Naphtol blue black staining of the membranes was used as a loading control (LC) and also as references for normalisation of the quantified values. A-D. Temporal accumulations for RB protein (A) and its phosphosites P-RB Serine 807 and 811 (B) measured by WB on both nuclear (NE) and cytoplasmic (CYTO) protein extracts. (C) P-H3 Serine 10 measured by WB using total protein extract (TE). (D) MCM2 and MCM3, two subunit of MCM complex, measured by WB analysis on NE. E. Diurnal proportion of bi-nucleated hepatocytes extracted from IHC images analysis. Each time point shows the mean and standard error (SEM) of four independent biological samples. F. Nuclear area distribution for nuclei within mono and bi-nucleated cells at ZT9 and ZT21. Best fits to these distributions using the mixture of Gaussian distribution are also shown. Note that the sizes of the nuclei at the observed peaks exactly match earlier measurements (Danielsen et al., 1986) , thus clearly identifying the peak near 35 µm 2 with 2N and that near 54 µm 2 with 4N nuclei. G. Cell area distribution for mono-and bi-nucleated hepatocytes at ZT9 and ZT21. Supplemental Tables   Table S1. Complete dataset 
